ABSTRACT Rhodopseudomonas species are purple nonsulfur bacteria found in many environments and known for their diverse metabolic capabilities. Here, we report the genome sequence of Rhodopseudomonas rutila type strain R1 and a wholegenome nucleotide comparison of related Rhodopseudomonas palustris species, suggesting the necessity for future reevaluation of the Rhodopseudomonas species differentiation.
88.3%; thermotolerans, 88.2%; XCP, 88.1%; AAP120, 82.1%; HA2, 81.8%; B29, 81.2%; and B5, 81.2%. The R. rutila R1 genome is related most closely to Rhodopseudomonas strains CG009, TIE, and ELI1980, which indicates that they are members of the same species. However, all the other Rhodopseudomonas genomes are below the 95% species cutoff, including the Rhodopseudomonas palustris type strain 2.1.6. As we recently noted with the Rhodopseudomonas sp. XCP genome (9), the low average nucleotide identity (ANI) between the various Rhodopseudomonas strains suggests that there is a need to revise and restructure the taxonomy. Based on our current analysis, strains R1, CG009, TIE, and ELI1980 all belong to R. rutila, while only strains 2.1.6 and B5 remain within the confines of the R. palustris species.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number QWVU00000000. The version described in this paper is version number QWVU01000000. The raw sequencing reads have been submitted to SRA under the accession number SRR7819324.
